Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.004 Å; R factor = 0.032; wR factor = 0.094; data-to-parameter ratio = 14.8.
The title binuclear complex, [Cu 2 (C 2 H 3 O 2 ) 4 (C 6 H 9 N 3 ) 2 ], lies on an inversion center with four acetate ligands bridging two Cu II ions and two monodentate N,N-dimethylpyrazine-2-amine ligands coordinating each Cu II ion via N atoms, forming slightly distorted square-pyramidal environments.
Related literature
For related structures, see : Zhang et al. (2007) ; Li et al. (2003) .
Experimental
Crystal data 
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.390, T max = 0.620 3494 measured reflections 2465 independent reflections 2317 reflections with I > 2(I) Table 1 Selected geometric parameters (Å , ). Data collection: SMART (Bruker, 1997 ); cell refinement: SAINT (Bruker, 1997); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: LH2807).
The unique Cu
II ion is in a slightly distorted square-pyramidal coordination geometry with atom N1 lying at the apex.
Four acetate ligands coordinate to two symmetry-related Cu II atoms, with a Cu1···Cu1 i separation of 2.6326 (6) Å and inversion centre lies at the middle of the Cu1···Cu1 i vector (symmetry code, (i): -x + 1, -y + 1, -z + 2) resulting in the formation of a binuclear complex. The title complex is similar to a reported binuclear Cu II complex (Zhang et al., 2007) except the title complex exhibits a slightly shorter Cu-N bond and a slightly longer Cu-Cu distance.
Experimental N,N-dimethylpyrazine-2-amine (0.0954 g, 0.0696 mmol) was dissolved in 10 ml methanol and it was added into 10 ml water solution containing copper acetate (0.1390 g, 0.696 mmol), and the mixed solution was stirred for a few minutes. The blue single crystals were obtained after the solution had been allowed to stand at room temperature for five months.
Refinement
All H atoms were placed in calculated positions and refined as riding with C-H = 0.96 Å, U iso = 1.5U eq (C)for methyl group and C-H = 0.93 Å, U iso = 1.2U eq (C) for pyrazinyl H atoms.
Figures Fig. 1 . The molecular structure of title compound with the atom-numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. Primed atoms are related by the symmetry operator (-x + 1, -y + 1, -z + 2).
Crystal data Primary atom site location: structure-invariant direct methods Extinction correction: none
Special details
Geometry. 
